Newts of the genus Triturus (marbled and crested newts) exhibit substantial variation in the 1 9 3 1 together, and suggest that they may underlie the adaptive radiation that characterizes Triturus. 3 2 3 3
A total of 3,937,346 read pairs from the sample receiving the greatest number of reads were 1 5 2 used to de novo assemble target sequences for each target region using the assembly by 1 5 3 reduced complexity (ARC) pipeline (Hunter et al., 2015) . A single assembled contig was 1 5 4 selected for each original target region by means of reciprocal best blast hit (RBBH) (Rivera 1 5 5 et al., 1998) , and these were used as a reference assembly for all downstream analyses. Adriatic Sea at the end of the Messinian Salinity Crisis 5.33 million years ago, was used as a 1 8 6 single calibration point (Arntzen et al., 2007; Wielstra and Arntzen, 2011) to produce a rough 1 8 7 estimate of the timing of cladogenesis. A detailed description of our strategy for phylogenetic 1 8 8 analyses is available in Supplementary Text S3. Samples received a mean of 2,812,980 read pairs (s.d. = 585,815). Enrichment was highly 1 9 2 efficient, especially given the large genome size of Triturus, with an average of 44.5% of raw 1 9 3 reads mapping to the assembled target sequences (s.d. = 2.6%). After removing PCR 1 9 4 duplicates, which accounted for an average of 22.6% of mapped reads, the unique read on an average of 10.1% missing data (min = 3.2%, max = 31.8%) after setting genotype calls 1 9 7 with GQ scores of less than 20 to missing. The concatenated analysis with RAxML supports a basal bifurcation in Triturus 1 9 9 between the marbled and crested newts ( Fig. 3) , consistent with the prevailing view that they (Supplementary Text S1; Supplementary Fig. S1 ; Supplementary Table S2 ). Phylogenetic inference based on data concatenation with RAxML ( Fig. 3 ), gene-tree 2 0 8 summary with ASTRAL ( Fig. 4a ) and species-tree estimation with SNAPP ( Fig. 4b ) all 2 0 9 recover the same crested newt topology, with a basal bifurcation between the T. karelinii-2 1 0 1 0 group (NTV = 13; T. ivanbureschi as the sister taxon to T. anatolicus + T. karelinii) and the 2 1 1 remaining taxa, which themselves are resolved into the species pairs T. carnifex + T. (NTV=16/17). Despite the rapidity of cladogenesis, we obtain strong branch support for 2 1 4 every internal node. Even with the uncertainty in dating given a single biogeographically-2 1 5 derived calibration date, the bifurcation giving rise to the four crested newt species groups (cf. particularly short, but resolvable internal branches ( Fig. 3; Fig. 4 ).
1 8
The phylogenomic analyses suggest considerable gene-tree/species-tree discordance in 2 1 9
Triturus. The normalized quartet score of the ASTRAL tree ( Fig. 4a ), which reflects the 2 2 0 proportion of input gene-tree quartets consistent with the species-tree, is 0.63, indicating a 2 2 1 high degree of gene-tree discordance. Furthermore, the only node in the SNAPP tree with a 2 2 2 posterior probability below 1.0 (i.e. 0.99) is subtended by a very short branch (Fig. 4b ).
3
Consistent with the high level of gene-tree/species-tree discordance, we also found that the 2 2 4 full mtDNA-based phylogeny of Triturus produced a highly supported, but topologically Considering an NTV count of 12, as observed in the marbled newts as well as the most to explain the present-day variation in NTV observed in Triturus (Fig. 3) . This is the We use a large, tramscriptome-derived phylogenomic dataset to construct a phylogenetic 2 4 1 hypothesis and study the evolution of ecological and phenotypic diversity within the adaptive 2 4 2 radiation of Triturus newts. In contrast to previous attempts to recover a multilocus species- (SNAPP), all recover the same, highly supported topology for Triturus ( Fig. 3; Fig. 4 ). Our Triturus case study underscores that sequence capture by target enrichment is a promising 2 5 0 approach to resolve the phylogenetic challenges associated with adaptive radiations, Fig. 3; Supplementary Fig. S3 ). Species with a more derived body build, reflected in a 2 7 6 higher NTV, have a relatively prolonged aquatic period and, because species with transitional 2 7 7 NTV counts remain extant, the end result is an eco-morphological radiation. Triturus newts show a slight degree of intraspecific variation in NTV today. Such Triturus species (Slijepčević et al., 2015) . This suggests that, during Triturus evolution, there 2 8 2 has always been intraspecific NTV count polymorphism that could be subjected to natural Berkeley, supported by NIH S10 Instrumentation Grants S10RR029668 and S10RR027303. Austin. Raw sequence read data for the sequence capture libraries of the 23 Triturus samples and the 3 1 7 12 transcriptome libraries are available at SRA (PRJNA498336). Transcriptome assemblies, 3 1 8 genotype calls (VCF) for the 21-and 23-sample datasets, input files for the RAxML, Abdelkrim, J., Aznar-Cormano, L., Fedosov, A., Kantor, Y., Lozouet, P., Phuong, M., Alföldi, J., Di Palma, F., Grabherr, M., Williams, C., Kong, L., Mauceli, E., Russell, P., Lowe, C.B., Glor, R.E., Jaffe, J.D., Ray, D.A., Boissinot, S., Shedlock, A.M., Botka, C., Castoe, T.A., Colbourne, J.K., Fujita, M.K., Moreno, R.G., ten Hallers, B.F., Haussler, D.,
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